SUPPLEMENTARY INFORMATION

Supplementary Methods
Mass Spectrometric Analysis
Protein identifications were by LC-MS/MS. Digested peptide mixtures dissolved in 0.1% formic acid were separated in an EASY-nLC (Proxeon, Bruker Daltonik GmbH) with a reverse phase nanocolumn (Easy column SC20) from Proxeon (see Table 1 for more details). Ionized peptides were analyzed in an Amazon ETD ion trap mass spectrometer (Bruker Daltonics), equipped with a Nanosprayer ionization source that was used for data-dependent MS/MS experiments. Spectra were acquired in Enhanced Resolution mode. Further acquisition parameters are listed in Table 2 . 
